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atterns of hepatitis B viral load level (HBV DNA), hepatitis B e
ntigen (HBeAg) status and risk factors of cirrhosis and hepato-
ellular carcinoma (HCC) in chronic hepatitis B (CHB) patients
n Thailand
. Leuangarun ∗, T. Sriprayoon
Chulaborn Hospital, Bangkok, Thailand
Background: There is a strong relationship between HBeAg
ero-status, HBV DNA level and CHB-associated complications,
specially cirrhosis andHCC.However, the distribution ofHBVDNA
nd HBeAg seroprevalence and risk factors of cirrhosis among Thai
HB patients have not been adequately described.We aim to deter-
ine the patterns of HBV DNA level, HBeAg status, and risk factors
f cirrhosis and HCC in Thai CHB patients.
Methods:A cross-sectional studywas conducted at Chulabhorn
ospital in 2010. CHB patients, aged 20-65 years, were tested for
iver function test , HBeAg, HBV DNA, alpha fetoprotein and ultra-
ound upper abdomen.
Results: 2,293 CHB patients (1,086 (47.36%) males) with the
eanage (SD) of 41.25 (10.95) yearswere included.MeanHBVDNA
as3.62(2.22) log10 IU/ml, and47.71%hadHBVDNA>2,000 IU/ml.
BeAg positivity was present in 17.2% and most cases (96.19%)
ad high HBV-VL > 2,000 IU/ml. The majority of CHB (82.8%) were
BeAg negative, and only 37.6% of them had HBV DNA > 2,000
U/ml. ALT level was 35.5(40.1) IU/L, of which 22.5% had ALT > 40
U/ml. Higher HBV DNA and increased ALT levels were signiﬁcantly
ssociated with male gender, HBeAg-seropositivity and cirrhosis
p< 0.001). Liver cirrhosis by liver biopsy, transient elastogra-
hy and US was found in 180 (7.8%) cases. HBeAg-seropositivity
as more frequently found in cirrhosis patients than HBeAg-
eronegativity (23.33% vs 16.67%, p=0.023). High prevalence of
irrhosis was found in HBV DNA level 2-3 and 5-6 log 10 IU/ml
n 18.33% and 18.89%, respectively (p<0.001). Multivariate analysis
howed factors associated with cirrhosis, including male gender,
ge > 50 years and HBV DNA> 2000 IU/ml. Logistic regression anal-
sis revealed HBV DNA level of 200,000-1,999,999 IU/ml, which
igniﬁcantly associated with cirrhosis (OR 5.84).
Conclusion: Higher HBV DNA level, HBeAg-seropositivity and
isk factors for cirrhosis were commonly found in Thai CHB
atients. HBeAg negative with 39.34% viremic regardless of
LT were observed in most CHB cases. The predominant trend
owards HBeAg –seronegativity CHB has also been observed as
n western countries. Hence, the active national surveillance pol-
cy should be implemented in those with high HBV DNA and
BeAg-seropositivity to provide effective treatment and prevent
omplications.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.218nfectious Diseases 16S (2012) e2–e157
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Monitoring of rotavirus infections in amerindian children from
western Brazil after vaccine introduction, 2008-2011: detection
of uncommon G8P[6] strains and possible interspecies trans-
mission
A. Luchs1,∗, S. Morillo1, A. Cilli 1, C. Ribeiro1, R. Moura2, M.
Costa3, R.D.C. Carmona1, M.D.C.S.T. Timenetsky4
1 Adolfo Lutz Institute, Sao Paulo, Sao Paulo, Brazil
2 LACEN, Campo Grande, MS, Brazil
3 GCLAB, Brasilia, DF, Brazil
4 State Secretary of Health of Sao Paulo, Sao Paulo, SP, Brazil
Background: Acute diarrhea diseases are the leading health
problem in indians communities, specially rotavirus (RV). In 2006
the RV vaccine was included in the Brazilian Immunization Pro-
gram. The aim of this work was to report the results of a 4-years
surveillance studyofRVstrains innativeBrazilian children≤3years
with acute gastroenteritis in the state of Mato Grosso do Sul, Brazil.
Methods: This retrospective study was conducted with 19 indi-
ans communities from 2008 to 2011 with convenient surveillance
specimens investigated by ELISA, PAGE, RT-PCR and sequencing to
genotype characterization.
Results: RV infection was detected in 9% of samples (13/144)
with the greatest detection proportion during the dry season (from
May to October). The median age was 10.9 months; 61.5% females.
Detection rate declined from 25% (4/16) in 2008 to 5% (1/20) in
2011. Genotype distribution showed a different proﬁle for each
year: G2P[4] in 2008; G8P[6] in 2009; G2P[4] in 2010; G3P[8] in
2011. Among the positive RV children, 30.8% (4/13) were vacci-
nated, and 46.1% (6/13) unvaccinated, and 23% (3/13) missing. G8
sequences displayed highest nucleotide identity to African strains
(98-97.1%). Comparison of the P[6] sequences showed a genetic
relationship with human strains (99.6-95.3%) and a fruit bat RV
strain isolated in Kenya (94.6%).
Conclusion: G8 genotype is sporadically detected in Brazil, and
commonly show a close genetic relationship with strains from
Africa, where this genotype have become prevalent. The ﬁnding
that a bat strain was nearly similar to human P[6] strains sug-
gests that it has been introduced as a result of a reassortment
event between human and bat RV. Otherwise, its detection in a
native population could suggest an interspecies transmission, facil-
itated by the close contact between human and animals. Global
surveillance of RV in humans and wildlife is needed to more fully
understand the origin, adaptation, and evolution of RV strains.the efﬁcacy of current rotavirus vaccines.
http://dx.doi.org/10.1016/j.ijid.2012.05.219
